. The TRF2-based transcription system functions specifically with TCT-dependent core promoters, such as those of nearly all ribosomal protein genes. In this manner, the TRF2-TCT transcriptional program, which is dedicated to the synthesis of proteins involved in translation, is complementary to the RNA polymerase I and RNA polymerase III transcriptional programs, which are dedicated to the synthesis of rRNAs and tRNAs (Wang et al. 2014 Figure S3 . TRF2 emerged prior to the bilaterians, but subsequent to the evolutionary split between the bilaterians and non-bilaterian animals. The NCBI accession numbers of the proteins are given in Supplemental Table 3 . Figure S4 . TRF2 evolved rapidly after it had formed from a duplicated copy of TBP. (A) Phylogenetic tree of TBP and TRF2 in animals with Monosiga brevicollis (mb, Choanoflagellates) as an outgroup. mbTBP* and taTBP* are second TBP species in Monosiga brevicollis and Trichoplax adhaerens that contain the four TATA-interacting Phe residues that are discussed in the main text. Note that the TRF2-TBP tree does not resample the evolutionary tree of life due to the rapid rate of changes in TRF2 causing long branch attraction (Felsenstein 1978) . (B) TRF2 evolved more rapidly than TBP. Alignments were generated with ClustalW (Larkin et al. 2007) , and the phylogenetic trees were visualized with Phylodendron (D.G. 
